ABSTRACT Mariprofundus micogutta strain ET2 was isolated in 2014 from a deepsea hydrothermal field on the Bayonnaise Knoll of the Izu-Ogasawara arc. Here, we report its draft genome, which comprises 2,497,805 bp and contains 2,417 predicted coding sequences.
chemotaxis (che) genes and four methyl-accepting chemotaxis proteins, which were previously shown to play important roles in adaptation to deep-sea vent environments (8) . Moreover, since the cobalt-zinc-cadmium resistance protein (czc) is present, it is considered to exhibit heavy-metal tolerance (9) . The outer membrane cytochrome Cyc2 (10), a possible key gene for catalyzing iron oxidation, was detected. Genes for the putative outer membrane Fe oxidase MtoA (11, 12) were not found in the ET2 genome, like other Mariprofundus species. Accession number(s). The whole-genome shotgun project reported here was deposited at DDBJ/EMBL/GenBank under the accession number BDFD00000000, and the 59 contigs generated were deposited under the accession numbers BDFD01000001 to BDFD01000059.
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